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Reviewer Comments : 



SEQUENCE LISTING 



<110> MADDON, Paul J. 

DONOVAN, Gerald P. 
OLSON, William C. 
SCHULKE , Norbert 
GARDNER, Jason 
MA, Dangshe 



Please remove all above foreign accent marks — they are non-ASCII 
characters and cannot be processed. 

<210> 14 

<211> 481 

<212> DNA 

<213> Artificial Sequence 
<220> 



<223> Includes BamHI/Bglll cloning 
portion of C region and 3 ? XbaI/NheI 
junction 



junction, signal peptide, V region, 
(heavy) or Nhel (light) cloning 



The above <223> response exceeds 72 characters per line; per 1.823 of 

the Sequence Rules, a maximum of 72 characters per line, including white 

spaces. This line-length problem appears in subsequent sequences, too. 
**************************** 



Validated By CRFValidator v 1.0.3 
Application No: 10695667 Version No: 



2.0 



Input Set: 



Output Set: 



Started: 2007-08-27 11:46:11.987 
Finished: 2007-08-27 11:46:18.117 

Elapsed: 0 hr(s) 0 min(s) 6 sec(s) 130 ms 
Total Warnings : 2 6 
Total Errors: 0 
No. of SeqIDs Defined: 37 
Actual SeqID Count: 37 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 



Input Set: 



Output Set: 



Started: 2007-08-27 11:46:11.987 

Finished: 2007-08-27 11:46:18.117 

Elapsed: 0 hr(s) 0 min(s) 6 sec(s) 130 ms 

Total Warnings : 2 6 

Total Errors: 0 

No. of SeqIDs Defined: 37 

Actual SeqID Count: 37 

Error code Error Description 

This error has occured more than 20 times, will not be displayed 



<210> 1 



<211> 750 



<212> PRT 



<213> Homo sapiens 



<400> 1 

Met Trp Asn Leu Leu His Glu Thr Asp Ser Ala Val Ala Thr Ala Arg 
15 10 15 



Arg Pro Arg Trp Leu Cys Ala Gly Ala Leu Val Leu Ala Gly Gly Phe 
20 25 30 



Phe Leu Leu Gly Phe Leu Phe Gly Trp Phe lie Lys Ser Ser Asn Glu 
35 40 45 



Ala Thr Asn lie Thr Pro Lys His Asn Met Lys Ala Phe Leu Asp Glu 
50 55 60 



Leu Lys Ala Glu Asn lie Lys Lys Phe Leu Tyr Asn Phe Thr Gin lie 
65 70 75 80 



Pro His Leu Ala Gly Thr Glu Gin Asn Phe Gin Leu Ala Lys Gin lie 
85 90 95 



Gin Ser Gin Trp Lys Glu Phe Gly Leu Asp Ser Val Glu Leu Ala His 
100 105 110 



Tyr Asp Val Leu Leu Ser Tyr Pro Asn Lys Thr His Pro Asn Tyr lie 
115 120 125 



Ser lie lie Asn Glu Asp Gly Asn Glu lie Phe Asn Thr Ser Leu Phe 
130 135 140 



Glu Pro Pro Pro Pro Gly Tyr Glu Asn Val Ser Asp lie Val Pro Pro 
145 150 155 160 



Phe Ser Ala Phe Ser Pro Gin Gly Met Pro Glu Gly Asp Leu Val Tyr 
165 170 175 



Val Asn Tyr Ala Arg Thr Glu Asp Phe Phe Lys Leu Glu Arg Asp Met 



180 



185 



190 



Lys lie Asn Cys Ser Gly Lys lie Val lie Ala Arg Tyr Gly Lys Val 
195 200 205 



Phe Arg Gly Asn Lys Val Lys Asn Ala Gin Leu Ala Gly Ala Lys Gly 
210 215 220 



Val lie Leu Tyr Ser Asp Pro Ala Asp Tyr Phe Ala Pro Gly Val Lys 

225 230 235 240 



Ser Tyr Pro Asp Gly Trp Asn Leu Pro Gly Gly Gly Val Gin Arg Gly 
245 250 255 



Asn lie Leu Asn Leu Asn Gly Ala Gly Asp Pro Leu Thr Pro Gly Tyr 
260 265 270 



Pro Ala Asn Glu Tyr Ala Tyr Arg Arg Gly lie Ala Glu Ala Val Gly 
275 280 285 



Leu Pro Ser lie Pro Val His Pro lie Gly Tyr Tyr Asp Ala Gin Lys 
290 295 300 



Leu Leu Glu Lys Met Gly Gly Ser Ala Pro Pro Asp Ser Ser Trp Arg 
305 310 315 320 



Gly Ser Leu Lys Val Pro Tyr Asn Val Gly Pro Gly Phe Thr Gly Asn 
325 330 335 



Phe Ser Thr Gin Lys Val Lys Met His lie His Ser Thr Asn Glu Val 
340 345 350 



Thr Arg lie Tyr Asn Val lie Gly Thr Leu Arg Gly Ala Val Glu Pro 

355 360 365 



Asp Arg Tyr Val lie Leu Gly Gly His Arg Asp Ser Trp Val Phe Gly 
370 375 380 



Gly lie Asp Pro Gin Ser Gly Ala Ala Val Val His Glu lie Val Arg 
385 390 395 400 



Ser Phe Gly Thr Leu Lys Lys Glu Gly Trp Arg Pro Arg Arg Thr lie 
405 410 415 



Leu Phe Ala Ser Trp Asp Ala Glu Glu Phe Gly Leu Leu Gly Ser Thr 
420 425 430 



Glu Trp Ala Glu Glu Asn Ser Arg Leu Leu Gin Glu Arg Gly Val Ala 
435 440 445 



Tyr lie Asn Ala Asp Ser Ser lie Glu Gly Asn Tyr Thr Leu Arg Val 
450 455 460 



Asp Cys Thr Pro Leu Met Tyr Ser Leu Val His Asn Leu Thr Lys Glu 
465 470 475 480 



Leu Lys Ser Pro Asp Glu Gly Phe Glu Gly Lys Ser Leu Tyr Glu Ser 
485 490 495 



Trp Thr Lys Lys Ser Pro Ser Pro Glu Phe Ser Gly Met Pro Arg lie 
500 505 510 



Ser Lys Leu Gly Ser Gly Asn Asp Phe Glu Val Phe Phe Gin Arg Leu 
515 520 525 



Gly lie Ala Ser Gly Arg Ala Arg Tyr Thr Lys Asn Trp Glu Thr Asn 
530 535 540 



Lys Phe Ser Gly Tyr Pro Leu Tyr His Ser Val Tyr Glu Thr Tyr Glu 
545 550 555 560 



Leu Val Glu Lys Phe Tyr Asp Pro Met Phe Lys Tyr His Leu Thr Val 
565 570 575 



Ala Gin Val Arg Gly Gly Met Val Phe Glu Leu Ala Asn Ser lie Val 
580 585 590 



Leu Pro Phe Asp Cys Arg Asp Tyr Ala Val Val Leu Arg Lys Tyr Ala 
595 600 605 



Asp Lys lie Tyr Ser lie Ser Met Lys His Pro Gin Glu Met Lys Thr 
610 615 620 



Tyr Ser Val Ser Phe Asp Ser Leu Phe Ser Ala Val Lys Asn Phe Thr 
625 630 635 640 



Glu lie Ala Ser Lys Phe Ser Glu Arg Leu Gin Asp Phe Asp Lys Ser 
645 650 655 



Asn Pro lie Val Leu Arg Met Met Asn Asp Gin Leu Met Phe Leu Glu 
660 665 670 



Arg Ala Phe lie Asp Pro Leu Gly Leu Pro Asp Arg Pro Phe Tyr Arg 
675 680 685 



His Val lie Tyr Ala Pro Ser Ser His Asn Lys Tyr Ala Gly Glu Ser 
690 695 700 



Phe Pro Gly lie Tyr Asp Ala Leu Phe Asp lie Glu Ser Lys Val Asp 
705 710 715 720 



Pro Ser Lys Ala Trp Gly Glu Val Lys Arg Gin lie Tyr Val Ala Ala 
725 730 735 



Phe Thr Val Gin Ala Ala Ala Glu Thr Leu Ser Glu Val Ala 
740 745 750 



<210> 2 
<211> 7570 
<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Plasmid 
<400> 2 

gacggatcgg gagatctccc gatcccctat ggtcgactct cagtacaatc tgctctgatg 60 
ccgcatagtt aagccagtat ctgctccctg cttgtgtgtt ggaggtcgct gagtagtgcg 120 
cgagcaaaat ttaagctaca acaaggcaag gcttgaccga caattgcatg aagaatctgc 18 0 

ttagggttag gcgttttgcg ctgcttcgcg atgtacgggc cagatatacg cgttgacatt 240 
gattattgac tagttattaa tagtaatcaa ttacggggtc attagttcat agcccatata 300 
tggagttccg cgttacataa cttacggtaa atggcccgcc tggctgaccg cccaacgacc 360 
cccgcccatt gacgtcaata atgacgtatg ttcccatagt aacgccaata gggactttcc 420 
attgacgtca atgggtggac tatttacggt aaactgccca cttggcagta catcaagtgt 480 



atcatatgcc aagtacgccc cctattgacg tcaatgacgg taaatggccc gcctggcatt 540 

atgcccagta catgacctta tgggactttc ctacttggca gtacatctac gtattagtca 600 

tcgctattac catggtgatg cggttttggc agtacatcaa tgggcgtgga tagcggtttg 660 

actcacgggg atttccaagt ctccacccca ttgacgtcaa tgggagtttg ttttggcacc 720 

aaaatcaacg ggactttcca aaatgtcgta acaactccgc cccattgacg caaatgggcg 78 0 

gtaggcgtgt acggtgggag gtctatataa gcagagctct ctggctaact agagaaccca 84 0 

ctgcttactg gcttatcgaa attaatacga ctcactatag ggagacccaa gctggctaga 900 

ggtaccaagc ttggatctca ccatggagtt gggactgcgc tggggcttcc tcgttgctct 960 

tttaagaggt gtccagtgtc aggtgcaatt ggtggagtct gggggaggcg tggtccagcc 1020 

tgggaggtcc ctgagactct cctgtgcagc gtctggattc gccttcagta gatatggcat 1080 

gcactgggtc cgccaggctc caggcaaggg gctggagtgg gtggcagtta tatggtatga 1140 

tggaagtaat aaatactatg cagactccgt gaagggccga ttcaccatct ccagagacaa 1200 

ttccaagaac acgcagtatc tgcaaatgaa cagcctgaga gccgaggaca cggctgtgta 1260 

ttactgtgcg agaggcggtg acttcctcta ctactactat tacggtatgg acgtctgggg 1320 

ccaagggacc acggtcaccg tctcctcagc ctccaccaag ggcccatcgg tcttccccct 1380 

ggcaccctct agcaagagca cctctggggg cacagcggcc ctgggctgcc tggtcaagga 1440 

ctacttcccc gaaccggtga cggtgtcgtg gaactcaggc gccctgacca gcggcgtgca 1500 

caccttcccg gctgtcctac agtcctcagg actctactcc ctcagcagcg tggtgaccgt 1560 

gccctccagc agcttgggca cccagaccta catctgcaac gtgaatcaca agcccagcaa 1620 

caccaaggtg gacaagagag ttggtgagag gccagcacag ggagggaggg tgtctgctgg 168 0 

aagccaggct cagcgctcct gcctggacgc atcccggcta tgcagtccca gtccagggca 1740 

gcaaggcagg ccccgtctgc ctcttcaccc ggaggcctct gcccgcccca ctcatgctca 1800 

gggagagggt cttctggctt tttccccagg ctctgggcag gcacaggcta ggtgccccta 1860 

acccaggccc tgcacacaaa ggggcaggtg ctgggctcag acctgccaag agccatatcc 1920 

gggaggaccc tgcccctgac ctaagcccac cccaaaggcc aaactctcca ctccctcagc 1980 

tcggacacct tctctcctcc cagattccag taactcccaa tcttctctct gcagagccca 2040 

aatcttgtga caaaactcac acatgcccac cgtgcccagg taagccagcc caggcctcgc 2100 

cctccagctc aaggcgggac aggtgcccta gagtagcctg catccaggga caggccccag 2160 



ccgggtgctg acacgtccac ctccatctct tcctcagcac ctgaactcct ggggggaccg 2220 

tcagtcttcc tcttcccccc aaaacccaag gacaccctca tgatctcccg gacccctgag 2280 

gtcacatgcg tggtggtgga cgtgagccac gaagaccctg aggtcaagtt caactggtac 2340 

gtggacggcg tggaggtgca taatgccaag acaaagccgc gggaggagca gtacaacagc 2 40 0 

acgtaccgtg tggtcagcgt cctcaccgtc ctgcaccagg actggctgaa tggcaaggag 2460 

tacaagtgca aggtctccaa caaagccctc ccagccccca tcgagaaaac catctccaaa 2520 

gccaaaggtg ggacccgtgg ggtgcgaggg ccacatggac agaggccggc tcggcccacc 2 58 0 

ctctgccctg agagtgaccg ctgtaccaac ctctgtccct acagggcagc cccgagaacc 2 640 

acaggtgtac accctgcccc catcccggga ggagatgacc aagaaccagg tcagcctgac 2700 

ctgcctggtc aaaggcttct atcccagcga catcgccgtg gagtgggaga gcaatgggca 2760 

gccggagaac aactacaaga ccacgcctcc cgtgctggac tccgacggct ccttcttcct 2820 

ctatagcaag ctcaccgtgg acaagagcag gtggcagcag gggaacgtct tctcatgctc 2880 

cgtgatgcat gaggctctgc acaaccacta cacgcagaag agcctctccc tgtctccggg 2 940 

taaatgagaa ttcctcgagt ctagagggcc cgtttaaacc cgctgatcag cctcgactgt 3000 

gccttctagt tgccagccat ctgttgtttg cccctccccc gtgccttcct tgaccctgga 3060 

aggtgccact cccactgtcc tttcctaata aaatgaggaa attgcatcgc attgtctgag 3120 

taggtgtcat tctattctgg ggggtggggt ggggcaggac agcaaggggg aggattggga 318 0 

agacaatagc aggcatgctg gggatgcggt gggctctatg gcttctgagg cggaaagaac 3240 

cagctggggc tctagggggt atccccacgc gccctgtagc ggcgcattaa gcgcggcggg 3300 

tgtggtggtt acgcgcagcg tgaccgctac acttgccagc gccctagcgc ccgctccttt 3360 

cgctttcttc ccttcctttc tcgccacgtt cgccggcttt ccccgtcaag ctctaaatcg 3420 

gggcatccct ttagggttcc gatttagtgc tttacggcac ctcgacccca aaaaacttga 3480 

ttagggtgat ggttcacgta gtgggccatc gccctgatag acggtttttc gccctttgac 3540 

gttggagtcc acgttcttta atagtggact cttgttccaa actggaacaa cactcaaccc 3600 

tatctcggtc tattcttttg atttataagg gattttgggg atttcggcct attggttaaa 3660 

aaatgagctg atttaacaaa aatttaacgc gaattaattc tgtggaatgt gtgtcagtta 3720 

gggtgtggaa agtccccagg ctccccaggc aggcagaagt atgcaaagca tgcatctcaa 3780 

ttagtcagca accaggtgtg gaaagtcccc aggctcccca gcaggcagaa gtatgcaaag 384 0 

catgcatctc aattagtcag caaccatagt cccgccccta actccgccca tcccgcccct 3900 



aactccgccc agttccgccc attctccgcc ccatggctga ctaatttttt ttatttatgc 3960 

agaggccgag gccgcctctg cctctgagct attccagaag tagtgaggag gcttttttgg 4020 

aggcctaggc ttttgcaaaa agctcccggg agcttgtata tccattttcg gatctgatca 4080 

gcacgtgatg aaaaagcctg aactcaccgc gacgtctgtc gagaagtttc tgatcgaaaa 4140 

gttcgacagc gtctccgacc tgatgcagct ctcggagggc gaagaatctc gtgctttcag 4200 

cttcgatgta ggagggcgtg gatatgtcct gcgggtaaat agctgcgccg atggtttcta 4260 

caaagatcgt tatgtttatc ggcactttgc atcggccgcg ctcccgattc cggaagtgct 4320 

tgacattggg gaattcagcg agagcctgac ctattgcatc tcccgccgtg cacagggtgt 4380 

cacgttgcaa gacctgcctg aaaccgaact gcccgctgtt ctgcagccgg tcgcggaggc 4440 

catggatgcg atcgctgcgg ccgatcttag ccagacgagc gggttcggcc cattcggacc 4500 

gcaaggaatc ggtcaataca ctacatggcg tgatttcata tgcgcgattg ctgatcccca 4560 

tgtgtatcac tggcaaactg tgatggacga caccgtcagt gcgtccgtcg cgcaggctct 4 620 

cgatgagctg atgctttggg ccgaggactg ccccgaagtc cggcacctcg tgcacgcgga 4 680 

tttcggctcc aacaatgtcc tgacggacaa tggccgcata acagcggtca ttgactggag 4740 

cgaggcgatg ttcggggatt cccaatacga ggtcgccaac atcttcttct ggaggccgtg 4800 

gttggcttgt atggagcagc agacgcgcta cttcgagcgg aggcatccgg agcttgcagg 4860 

atcgccgcgg ctccgggcgt atatgctccg cattggtctt gaccaactct atcagagctt 4 920 

ggttgacggc aatttcgatg atgcagcttg ggcgcagggt cgatgcgacg caatcgtccg 4 98 0 

atccggagcc gggactgtcg ggcgtacaca aatcgcccgc agaagcgcgg ccgtctggac 5040 

cgatggctgt gtagaagtac tcgccgatag tggaaaccga cgccccagca ctcgtccgag 5100 

ggcaaaggaa tagcacgtgc tacgagattt cgattccacc gccgccttct atgaaaggtt 5160 

gggcttcgga atcgttttcc gggacgccgg ctggatgatc ctccagcgcg gggatctcat 5220 

gctggagttc ttcgcccacc ccaacttgtt tattgcagct tataatggtt acaaataaag 5280 

caatagcatc acaaatttca caaataaagc atttttttca ctgcattcta gttgtggttt 5340 

gtccaaactc atcaatgtat cttatcatgt ctgtataccg tcgacctcta gctagagctt 5400 

ggcgtaatca tggtcatagc tgtttcctgt gtgaaattgt tatccgctca caattccaca 5460 

caacatacga gccggaagca taaagtgtaa agcctggggt gcctaatgag tgagctaact 5520 

cacattaatt gcgttgcgct cactgcccgc tttccagtcg ggaaacctgt cgtgccagct 5580 



gcattaatga atcggccaac gcgcggggag aggcggtttg cgtattgggc gctcttccgc 5640 

ttcctcgctc actgactcgc tgcgctcggt cgttcggctg cggcgagcgg tatcagctca 5700 

ctcaaaggcg gtaatacggt tatccacaga atcaggggat aacgcaggaa agaacatgtg 5760 

agcaaaaggc cagcaaaagg ccaggaaccg taaaaaggcc gcgttgctgg cgtttttcca 5820 

taggctccgc ccccctgacg agcatcacaa aaatcgacgc tcaagtcaga ggtggcgaaa 5880 

cccgacagga ctataaagat accaggcgtt tccccctgga agctccctcg tgcgctctcc 5940 

tgttccgacc ctgccgctta ccggatacct gtccgccttt ctcccttcgg gaagcgtggc 6000 

gctttctcaa tgctcacgct gtaggtatct cagttcggtg taggtcgttc gctccaagct 6060 

gggctgtgtg cacgaacccc ccgttcagcc cgaccgctgc gccttatccg gtaactatcg 6120 

tcttgagtcc aacccggtaa gacacgactt atcgccactg gcagcagcca ctggtaacag 6180 

gattagcaga gcgaggtatg taggcggtgc tacagagttc ttgaagtggt ggcctaacta 6240 

cggctacact agaaggacag tatttggtat ctgcgctctg ctgaagccag ttaccttcgg 6300 

aaaaagagtt ggtagctctt gatccggcaa acaaaccacc gctggtagcg gtggtttttt 6360 

tgtttgcaag cagcagatta cgcgcagaaa aaaaggatct caagaagatc ctttgatctt 6420 

ttctacgggg tctgacgctc agtggaacga aaactcacgt taagggattt tggtcatgag 6480 

attatcaaaa aggatcttca cctagatcct tttaaattaa aaatgaagtt ttaaatcaat 6540 

ctaaagtata tatgagtaaa cttggtctga cagttaccaa tgcttaatca gtgaggcacc 6600 

tatctcagcg atctgtctat ttcgttcatc catagttgcc tgactccccg tcgtgtagat 6660 

aactacgata cgggagggct taccatctgg ccccagtgct gcaatgatac cgcgagaccc 6720 

acgctcaccg gctccagatt tatcagcaat aaaccagcca gccggaaggg ccgagcgcag 6780 

aagtggtcct gcaactttat ccgcctccat ccagtctatt aattgttgcc gggaagctag 6840 

agtaagtagt tcgccagtta atagtttgcg caacgttgtt gccattgcta caggcatcgt 6900 

ggtgtcacgc tcgtcgtttg gtatggcttc attcagctcc ggttcccaac gatcaaggcg 6960 

agttacatga tcccccatgt tgtgcaaaaa agcggttagc tccttcggtc ctccgatcgt 7020 

tgtcagaagt aagttggccg cagtgttatc actcatggtt atggcagcac tgcataattc 7080 

tcttactgtc atgccatccg taagatgctt ttctgtgact ggtgagtact caaccaagtc 7140 

attctgagaa tagtgtatgc ggcgaccgag ttgctcttgc ccggcgtcaa tacgggataa 7200 

taccgcgcca catagcagaa ctttaaaagt gctcatcatt ggaaaacgtt cttcggggcg 7260 

aaaactctca aggatcttac cgctgttgag atccagttcg atgtaaccca ctcgtgcacc 7320 



caactgatct tcagcatctt ttactttcac cagcgtttct gggtgagcaa aaacaggaag 7380 

gcaaaatgcc gcaaaaaagg gaataagggc gacacggaaa tgttgaatac tcatactctt 7 44 0 

cctttttcaa tattattgaa gcatttatca gggttattgt ctcatgagcg gatacatatt 7500 

tgaatgtatt tagaaaaata aacaaatagg ggttccgcgc acatttcccc gaaaagtgcc 7560 

acctgacgtc 7570 

<210> 3 
<211> 7597 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Plasmici 
<400> 3 

gacggatcgg gagatctccc gatcccctat ggtcgactct cagtacaatc tgctctgatg 60 

ccgcatagtt aagccagtat ctgctccctg cttgtgtgtt ggaggtcgct gagtagtgcg 120 

cgagcaaaat ttaagctaca acaaggcaag gcttgaccga caattgcatg aagaatctgc 18 0 

ttagggttag gcgttttgcg ctgcttcgcg atgtacgggc cagatatacg cgttgacatt 240 

gattattgac tagttattaa tagtaatcaa ttacggggtc attagttcat agcccatata 300 

tggagttccg cgttacataa cttacggtaa atggcccgcc tggctgaccg cccaacgacc 360 

cccgcccatt gacgtcaata atgacgtatg ttcccatagt aacgccaata gggactttcc 420 

attgacgtca atgggtggac tatttacggt aaactgccca cttggcagta catcaagtgt 480 

atcatatgcc aagtacgccc cctattgacg tcaatgacgg taaatggccc gcctggcatt 540 

atgcccagta catgacctta tgggactttc ctacttggca gtacatctac gtattagtca 600 

tcgctattac catggtgatg cggttttggc agtacatcaa tgggcgtgga tagcggtttg 660 

actcacgggg atttccaagt ctccacccca ttgacgtcaa tgggagtttg ttttggcacc 720 

aaaatcaacg ggactttcca aaatgtcgta acaactccgc cccattgacg caaatgggcg 780 

gtaggcgtgt acggtgggag gtctatataa gcagagctct ctggctaact agagaaccca 840 
ctgct 



